Supplementary Material

Cell Lines authentication
In order to check SCC9 cell line identity and stability, DNA was extracted and submitted to STR profiling. A set of 17 highly polymorphic microsatellites plus one Y-chromosomal microsatellite for gender determination were amplified by fluorescent PCR and analyzed by capillary electrophoresis using a Genetic Analyzer 3100 (Applied Biosystems). STR alleles were compared to the profiles (peak number / size) obtained upon initial culture after receipt of frozen SCC9 cells from the ATCC and confirmed cell line identity.
Human tissue samples
All tumor specimens (N=68) were collected, stored and used with the patients' informed consent. For Kaplan-Meier analysis, a cut-off value was determined as follow: since Cav1 gene expression (measured by qRT-PCR) was found to be significantly different in "R1" and "non-R1" HNSCC, a ROC curve analysis of Cav1 gene expression was performed in order to evaluate its ability to discriminate between these two categories of tumours. A cut-off value corresponding to an optimal compromise between specificity and sensitivity was retained: this cut-off value corresponds to a 90.1% sensitivity and a 81.4% specificity with respect to the "R1" status (i.e. 90.1% of the "R1" lesions display a Cav1 expression level below this cut-off, and 81.4% of the "non-R1" tumours express Cav1 levels above this cut-off). Tumours that displayed Cav1 gene expression above and below the cut-off value were stratified in the Cav1 (+) and Cav1 (-) categories, respectively.
